Journal compilation Ó CSIRO 2015 www.publish.csiro.au/journals/rfd sequence of one of the peptic peptides was WSEKYGIPGGKAH. The amino acid sequence showed a high homology with tyrosine-protein kinase ZAP-70. These results suggest that boar SG contains mucin-like glycoproteins carrying heavily sialylated O-glycans. Additionally, the current study suggests a possibility that some protein components of the boar SG derive from high concentration of the kinase in (dead) sperms.
The aim of the present study was comparing between the efficiency of FGA-30 (intravaginal polyurethane sponges impregnated with 30 mg of flurogestone acetate; SynchropartÒ, Ceva Sante, Animale, France) and EAZI-Breed TM CIDRÒ (an inert silicone elastomer impregnated with 0.3 g of natural progesterone; Pfizer Animal Health, Hamilton, New Zealand) to synchronize oestrus in ewes. Three hundred twenty multiparous ewes of 2 native breeds (Naimi and Najdi) were equally and randomly allotted into 2 groups: Group A (FGA-30, n ¼ 160) and Group B (CIDRÒ, n ¼ 160). Both methods were inserted intravaginally for 14 days with intramuscular administration of 600 IU of eCG (SynchropartÒ Ceva Sante, Animale, France) at withdrawal time. Retention, vaginal discharge, and drawstring breakage rates were calculated at withdrawal time. The standing oestrous was detected using a vasectomized ram starting 24 h after progestagen withdrawal and repeated every 12 h (24 h, 36 h, 48 h, 60 h, and 72 h). The blood samples were collected at the time of progestagen withdrawal, after 24 h, and after 48 h (at time of AI). Follicular stimulating hormone, LH, oestradiol (E2), and progesterone (P4) serum concentrations were measured using commercial ELISA kits and micro-titrimetric plates. Laparoscopic insemination was performed 48 h after progestagen withdrawal. Pregnancy was diagnosed by ultrasonography at day 23 after insemination and confirmed at Day 35 and 60. Number of fetuses was recorded and confirmed at lambing. Pregnancy rate, fecundity percentage (litter size percentage), and prolificacy percentage (lambing rate) were calculated. The SAS programme was used for all analyses. Data were expressed in percentages except hormone levels, which were expressed as the mean AE standard error. Comparisons among groups were evaluated using Key Square in all measured parameters except hormone levels, which were evaluated using an analysis of variance (ANOVA) test. A difference was considered significant at P , 0.05. The results revealed that retention rate was insignificantly different between the two groups. Drawstring breakage was observed only in FGA-30 and was absent in CIDR (9.33% v. 0). Moreover, vaginal discharge rate was significantly higher in FGA-30. Oestrus response was significantly higher in CIDR at 24 h and 48 h after progestagen withdrawal. Oestradiol and progesterone serum levels were significantly higher in CIDR, whereas LH and FSH serum levels showed insignificant differences. Pregnancy rate, twining rate, prolificacy, and fecundity were Epigenetic marks, and especially DNA methylation, are at the interplay of both environmental and genetic factors. By facilitating the metabolic adaptation of highly selected rent animals to their environment, DNA methylation could contribute to the phenotypic differences observed between breeds. The aim of this study was to assess to which extent the methylome of 2 specialised cattle breeds -the dairy breed Holstein and the beef breed Japanese Black -could show some variability. We focused on the liver, which has a central role in metabolism and is therefore most susceptible to be affected by genetic and environmental variations. For each breed, both cloned and noncloned animals were included in the study. We used 9 adult Holstein cows aged from 5 to 15 years (5 healthy clones generated from ear skin fibroblasts of 4 genotypes, 2 cell donors obtained by AI and 2 other AI controls of unrelated genotypes, and 11 Japanese Black cows aged from 4 to 10 years (5 healthy clones generated from cumulus cells of one genotype and 6 AI controls of unrelated genotypes). The Holstein breed and Japanese Black breed were therefore represented by 6 and 7 genotypes, respectively. Liver samples were snap-frozen after slaughtering, and genomic DNA was extracted. To identify methylated regions, we used immunoprecipitation of methylated DNA followed by hybridization on a bovine promoter microarray (MeDIP-chip). The microarray targets the upstream region (À2000 to þ1360 bp) of 21 416 genes (UMD3.1 assembly). After normalization of the data, enriched probes were identified using ChIPmix (Martin-Magniette et al. 2008) . Results of exploratory analysis, including correlation clustering and principal component analysis, show a clear separation between the two breeds. A statistical test based on differences in the proportion of the enriched probes was used to identify differentially methylated regions (DMR) related to cloning and breed (Spatstat R package; http://www.spatstat.org/spatstat/). Only a restricted number of cloning-related DMR could be found (240). Interestingly, most of these DMR showed no overlap between Holstein and Japanese Black animals, maybe reflecting the different origin of the somatic cells used for cloning (fibroblasts v. cumulus cells). In contrast, we identified an important number of breed-related DMR (3642). These DMR were significantly enriched in genes involved in placental development and lactation, suggesting an adaptation of the two breeds to the different metabolic demand during gestation. Whether these epigenetic differences rely on environmental variations or genetic polymorphism remains to be elucidated.
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